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Background: The White Spot Syndrome Virus (WSSV), the sole member of the family Whispoviridae, is the
etiological agent that causes severe mortality events in wild and farmed shrimp globally. Given its adverse effects,
the WSSV has been included in the list of notifiable diseases of the Office of International Epizootic (OIE) since 1997.
To date there are no known therapeutic treatments available against this lethal virus, and a surveillance program in
brood-stock and larvae, based on appropriate diagnostic tests, has been strongly recommended. However, some
currently used procedures intended for diagnosis of WSSV may be particularly susceptible to generate spurious
results harmfully impacting the shrimp farming industry.
Methods: In this study, a sensitive one-step SYBR green-based real-time PCR (qPCR) for the detection and
quantitation of WSSV was developed. The method was tested against several WSSV infected crustacean species and
on samples that were previously diagnosed as being positive for WSSV from different geographical locations.
Results: A universal primer set for targeting the WSSV VP28 gene was designed. This method demonstrated its
specificity and sensitivity for detection of WSSV, with detection limits of 12 copies per sample, comparable with the
results obtained by other protocols. Furthermore, the primers designed in the present study were shown to
exclusively amplify the targeted WSSV VP28 fragment, and successfully detected the virus in different samples
regardless of their geographical origin. In addition, the presence of WSSV in several species of crustaceans,
including both naturally and experimentally infected, were successfully detected by this method.
Conclusion: The designed qPCR assay here is highly specific and displayed high sensitivity. Furthermore, this assay
is universal as it allows the detection of WSSV from different geographic locations and in several crustacean species
that may serve as potential vectors. Clearly, in many low-income import-dependent nations, where the growth of
shrimp farming industries has been impressive, there is a demand for cost-effective diagnostic tools. This study may
become an alternative molecular tool for a less expensive, rapid and efficient detection of WSSV.
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The White Spot Syndrome Virus (WSSV) is an extremely
lethal and contagious shrimp pathogen. It has emerged
globally as the major threat for shrimp farming during the
last decades as outbreaks of WSSV lead to cumulative
mortalities of 100% within 3–10 days after the onset of
clinical signs [1,2]. WSSV was first detected in Taiwan in
1992 [2], and since then it has spread globally to all major
shrimp farming areas with considerable socio-economic
consequences. To date, several studies have shown that
there are both multiple routes of transmission and multiple
potential host reservoirs (more than 90 species of arthro-
pods and some carriers belonging to other phyla that may
constitute a potential source of infection) for WSSV [3].
Thus, the disease caused by WSSV has been listed as noti-
fiable by the Office of International Epizootic (OIE)
Aquatic Animal Health Code since 1997 [4].
Nowadays, there is no known therapeutic treatment
available to prevent or reduce the adverse effects of WSSV,
and conducting a routine and intensive surveillance pro-
gram in both brood-stock and larvae, based on appropriate
diagnostic tests, as an effective strategy to prevent the oc-
currence of outbreaks in shrimp farming facilities, has been
recommended [5,6].
Currently, several methods have been established to de-
tect WSSV, each having individual benefits and disadvan-
tages which should be considered in their application. The
main methods reported for WSSV detection include: 1) the
use of monoclonal and polyclonal antibodies [7-13], which
has been described as simple, inexpensive and provides re-
sults considerably fast [14], but this method may be ham-
pered by its low sensitivity [14,15]; 2) the use of biosensors
[16-18], which have demonstrated a remarkably high sensi-
tivity and a less elaborated sample preparation procedure.
However, commercially available biosensors are often very
expensive and require instrument-specific consumables
[19]; 3) non-PCR molecular methods for WSSV DNA amp-
lification [20-23], which, due to its basic principles of using
four to six primers that recognize six to eight areas of the
target sequence and the usage of the Bst DNA polymerase,
offers the advantage of a high sensitivity and the synthesis
of large amounts of amplicons under isothermal conditions.
Furthermore, as less manipulation of samples is required, it
has been suggested that the risks of accidental contamin-
ation can be significantly reduced [23]. However, one of
the most important factors in optimizing these
methods relies on the design of appropriate primers, a
more complex procedure than that for conventional
PCR [24,25], and 4) and conventional PCR, which is
generally considered as the method of choice for the
detection of viral DNA present at very low amounts in
biological samples [4,26-31], but, just as the above
mentioned methods, a number of important disadvan-
tages have been reported by the use PCR for WSSVdetection. Thus, the Office of International Epizootic
(OIE) recommends, among few other molecular tech-
niques, the use of a two-step nested PCR protocol de-
scribed by [26,32] for all situations where WSSV
diagnosis is required [33]. However, [34] suggested for
the first time the possibility that this protocol may lead
to some false-negative results, and subsequently [29]
reported that due to its low annealing temperature
(55°C) this method lacks specificity as it generates
false-positive results. Furthermore, sequence analysis
of the amplicon obtained showed no significant phylo-
genetic relationship to WSSV. To overcome these limi-
tations, extensive modifications have been developed
to give more accurate results. Thus, [4] have recently
reported a modified protocol, substantially faster and
as sensitive of the two-step nested PCR reported by
[26]. Finally, a number of variations on the basic theme
of PCR have been developed. Several studies have
shown the successful use of real-time PCR (qPCR) as-
says to detect, and quantify, the viral load of WSSV
infected organisms [35-40]; however, all of these
methods depend on the use of sequence-specific oligo-
nucleotide hydrolysis probes, which are a more expen-
sive option than using SYBR green chemistry [41].
Thus, a sensitive SYBR Green-based qPCR assay may
be particularly advantageous in developing nations
where shrimp farming, an activity of great economic
and social importance, has seen an impressive growth
in recent years [42].
Furthermore, some studies have previously demonstrated
that considerable genetic variability exists among WSSV
natural isolates. Accordingly, the possible occurrence of
WSSV variants infecting exclusively non-shrimp hosts has
been reported [34-43]. In addition, [44] and [45] found
striking differences on the genome size of WSSV isolates
from different shrimp species, which are implied on the dif-
ferential virulence of WSSV isolates [44]. Finally, a recent
study showed the presence of two WSSV genetic variants
in Vietnam, which may have arisen on different occasions
by recombination of isolates introduced by human activ-
ities. On the other hand, the possible existence of certain
degree of genetic diversity within WSSV populations in
this geographic area cannot be excluded to explain this re-
sult [46]. Thus, the diversity and geographic distribution
of WSSV genetic variants increases the possibility of diag-
nostic failures, which may lead to dispersal of the virus.
Considering that no consensus has been reached so far
over the optimal method to detect WSSV, and as there
are no reports of a molecular assay capable to universally
detect this virus in crustaceans, there is need to develop
an efficient, single step and sensitive PCR-based method,
designed from appropriate DNA target sequences. The
data obtained in the present study shows the successful
development of a rapid, sensitive and accurate PCR-
Figure 1 One-step PCR amplification of a 141-bp fragment of the WSSV VP28 encoding gene. (A) The ethidium bromide-stained
amplification product of WSSV VP28 generated by using the VP28-140Fw and VP28-140Rv primers was electrophoresed on a 1.8% agarose gel.
Lane 1: low DNA mass ladder; lane 2: 141-bp PCR amplification product of the WSSV VP28 gene. (B) Melting curve of real-time PCR for a single
WSSV VP28 fragment product with a melting temperature of 82.63°C.
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different crustaceans.Results and discussion
Primer design and PCR amplification
Based on a multiple sequence alignment the PCR
primers evaluated in this study were designed based on
a highly conserved region of the WSSV VP28 gene.
VP28, the most abundant exposed protein in the WSSV
envelope, is encoded by the open reading frame (ORF)
421 (wsv421) [47], and the resulting protein contains
204 amino acid residues with a theoretical molecular
mass of 22 kDa [48]. It is thought that WSSV VP28
plays a critical role during early events of virus infection,
particularly as a viral attachment protein [49], and that it
may contribute importantly to the recognition of recep-
tors at the shrimp cell surface [48]. The crystal structure
of VP28 consists of 12 copies of the protein assembled
into four trimers, each monomer exhibiting a single
β-barrel and a α-helix protruding from the β-barrel
architecture, and the predicted N-terminal transmem-
brane region of VP28 may anchor on the viral envelope
membrane [50]. Thus, due its essential role and the con-
served nature of the gene encoding VP28 among several
WSSV geographical isolates it seems as an appropriately
sensitive target for PCR diagnosis in crustaceans.
Standard PCR using the VP28-140Fw and VP28-140Rv
primers revealed a single amplicon of 141 bp in size, after
agarose gel electrophoresis (Figure 1A), and subsequent
melting analysis by qPCR showed a single 82.63°C melting
domain (Figure 1B) indicating a specific amplification prod-
uct. Sequence analysis of the amplicon using BLAST
showed 100% homology with several WSSV VP28 genesequences deposited in GenBank. This sequence encodes a
peptide (VWNNTSRKINITGMQMVPKINPSKAFVGSSN
TSSFTPVSIDEDEVG) corresponding to a segment of the
protrusion emanating outside the viral envelope, which has
been suggested to exert an essential role in the initial inter-
action with host receptors [50]. Due to its probable essen-
tial role in mediating viral entry, amino acid changes on the
structure of envelope proteins may alter the binding affinity
for host receptors compromising viral fitness. Thus, few
changes may be expected to occur naturally in this protein,
providing unique regions that will aid in the universal diag-
nosis and monitoring of this lethal virus.Primer specificity and sensitivity
The in silico analysis of the VP28-140Fw and VP28-140Rv
primers demonstrated its specificity for detection of WSSV.
As expected, best BLAST hits (low expectation values,
E-values) were found for nucleotide sequences of the gen-
ome of the WSSV virus while high E-values (9×10-7-4x10-6)
were obtained in short nucleotide sequences (5–8 nt) on
the genome of the viruses studied. Primer sequences with
low E-values are more similar to the WSSV VP28 gene,
and virtually identical short alignments of other viruses
showed high E-values because its calculation is based on
the length of the query sequence, and shorter sequences
have higher probabilities of occurring in the database purely
by chance. Thus, the high target specificity of the primers
designed in this study was assured by avoiding significant
cross-homologies among its sequences and those of other
shrimp infecting viruses.
No cross-reactivity was observed when a panel of 6
known positive and negative samples of shrimp
infecting viruses were included, indicating that the
Figure 2 Quantitative real-time PCR standard curve for a 141 bp WSSV VP28 fragment. (A) Standard curve for real-time PCR. A ten-fold
serially diluted 141 bp WSSV VP28 DNA fragment was amplified and analyzed in real-time (1.24 x 108 to 1.24 x 102 copies/μL). Quantification cycle
(Cq) values were plotted against copy number to construct the standard curve. R
2=0.999, and amplification efficiency (E) =1. (B) Representative
amplification plot for WSSV VP28 DNA fragment dilutions.
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not shown). Similar results have been obtained by using
the nested-PCR approach previously described [32], a
subsequent modification of it [4], or by an immunodot
assay test [51]. However, it must be underlined that it
has been suggested that the two-step PCR procedure
for detection of WSSV [32], still considered a useful
and reliable PCR test for diagnosis of WSSV by the
OIE, lacks specificity [29] as its low annealing
temperature (55°C) may generate false positives which,
after sequence analysis, showed not to be part of the
WSSV genome [4]. In the present study, more stringent
PCR conditions were enforced for the detection ofWSSV than those applied previously [32], providing
thus greater specificity.Standard curve for qPCR and limit of detection
Figure 2A shows the linear range of the standard curve of
the WSSV VP28 fragment. The standard curve generated
was linear over a range of 7 log units. The upper and lower
quantification limits were 1.24 × 107 and 12 copies per
PCR reaction, respectively. This detection limit is as low as
that reported by using a nested PCR protocol [32], a fluor-
escent quantitative PCR protocol [52] or a loop-mediated
isothermal amplification method [21], and more sensitive
Figure 3 Performance comparison of two different commercial kits for WSSV detection by qPCR. The solid line represents iQ SYBR® Green
supermix (Biorad) amplification, whereas the dashed line represents amplification using GoTaq qPCR Master mix (Promega). No differences
were detected.
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(which may require a minimum of 1000 copies [54]).
Efficiency, linearity and precision
The qPCR standard curve showed evenly distributed quan-
tification cycle values (~3.1 cycles), with strong linear cor-
relations between the quantification cycles (Cq) values and
the log of the input template DNA amount (Figure 2B).
Thus, considering that the efficiency of a PCR reaction is
calculated from the slope of the standard curve (according
to the equation: Log E = 10(−1/slope)-1), this assay showed a
high amplification efficiency (ranging from 98 to 101%).
Furthermore, the correlation coefficient (r or R2) value of
a standard curve represents how closely the experimental
data fit the regression line, or how linear the data are. Lin-
earity, in turn, gives a measure of the variability across
assay replicates, and whether the amplification efficiency is
the same for different starting template copy numbers. A
significant difference in observed Cq values between repli-
cates will lower the r or R2 value [55]. In this study, R2
values ranged from 0.98 to 0.99 (Figure 2A), indicating
high linearity and, thus, an adequate quantification capacity
of the reactions. Similar results have been reported by the
use of other methods as biosensors, which showed linearity
ranging from 1 to 106 copies [18,56,57].
To determine the reproducibility (precision, according
to [58]) of the qPCR assay, aliquots of 7 serial dilutions of
the stock DNA (Sonora sample) were assayed in triplicate
two times over a 2 months period, and it was determined
by calculating the coefficient of variation (CV) for each
sample mean copy number. CV for replicate measure-
ments ranged from 3.44% to 10.4%, with a median value
of 6.13%. Furthermore, the GoTaq® qPCR Master mix wasused as an alternative to the iQ SYBR® Green supermix,
and similar results were obtained with both approaches
(Figure 3).
Amplification of WSSV samples from different
geographical regions
To our knowledge, there is only one previous report in
which samples from different geographical locations
(Indonesia, China, Nicaragua, Honduras, Brazil and US)
were successfully detected [4]. The primers designed in the
present study were shown to exclusively amplify the
targeted WSSV VP28 fragment, and successfully detected
the virus in different samples regardless of their geograph-
ical origin (Brazil, China, Madagascar, Saudi Arabia and
Mexico) (Figure 4).
Detection of WSSV on a wide range of crustaceans
A further advantage of this method is its ability to suc-
cessfully detect the presence of WSSV in several species
of crustaceans, including both naturally and experimen-
tally infected (Figure 5).
It has been well documented that viruses depend heav-
ily on their host cellular machinery to support its repli-
cation, and consequently some constraints, as genomic
nucleotide composition, are important factors influen-
cing variations of synonymous codon usage in the WSSV
genome [59]. Codon usage preference of viruses may co-
evolve with that of their hosts to increase their fitness
[60,61]. Codon usage bias, the non-uniform usage of
synonymous codons, varies widely between species, pos-
sibly between different tissues [62] and, in some cases,
between different regions of a genome in a single species
[63]. As several studies have demonstrated that WSSV is
Figure 4 Detection of WSSV in different geographical isolates and precision of the assay. 1: Madagascar sample (3.2x107 copies/μL),
2: Sonora sample (1.38x106 copies/μL), 3: University of Arizona sample (1.25x106 copies/μL), 4: Saudi Arabia sample (2.47x105 copies/μL), 5: China sample
(5.6x103 copies/μL), 6: Brazil sample (4.5x103 copies/μL), E5 and E7, SPF DNA samples from Brazil. WSSV was detected in all infected samples.
Mendoza-Cano and Sánchez-Paz Virology Journal 2013, 10:186 Page 6 of 11
http://www.virologyj.com/content/10/1/186capable to infect a wide range of crustaceans, including
shrimp, crabs, crayfish, lobsters, and copepods [3], varia-
tions in the codon usage bias among WSSV isolates
from different hosts may be expected.
To the best of our knowledge, the only previous study of
WSSV detection in different crustacean species wasFigure 5 WSSV detection in different crustacean species. 1: Macrobrach
copies/μL), 3: Penaeus vannamei (Sonora sample) (1.28x106 copies/μL), 4: Calan
copies/μL), 6: Penaeus stylirostris (2.13x104 copies/μL), 7: Callinectes bellicosus (5.9
control (SPF DNA).limited to a few penaeid shrimp species (Penaeus
monodon, P. setiferus, P. vannamei, P. duorarum and P.
aztecus) [4], while by using the PCR method developed in
this study the presence of WSSV in a number of penaeid
and non-penaeid crustacean species (P. stylirostris, P.
vannamei, Farfantepenaeus paulensis, F. brasiliensis, P.ium rosenbergii (3.4x107 copies/μL) , 2: Petrolisthes edwardsii (2.59x107
us pacificus californicus (6.1x105 copies/μL), 5: Lysmata californica (5.4x105
8x103 copies/μL), 8: Palaemon ritteri (3.63x103 copies/μL), and 9: Negative
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ritteri, Calanus pacificus, and Macrobrachium rosenbergii,
and Petrolisthes edwardsii) was detected. Thus, the devel-
opment of a universal approach for the detection of low
WSSV loads in several crustacean species based on the
amplification of a highly conserved region of VP28, which
carries out an essential role in the systemic infection of
crustaceans by WSSV, may prove to be particularly useful.Conclusions
WSSV is considered the most devastating viral disease of
penaeid shrimp populations, and because of its wide geo-
graphic distribution and broad host range, routine surveil-
lance programs, based on appropriate diagnostic tests
designed to detect WSSV even in low numbers, are highly
important. Because of its negative impact in populations
of wild and farmed shrimp, and in other crustaceans,
OIE has recommended a number of diagnostic methods
for its detection, including both non-commercial PCR
protocols [32] and a couple of OIE-registered commercial
kits. However, some of these approaches have been subject
to criticism because of its lack of specificity [4,29],
and modifications have been proposed to improve its
performance [4].
The primer set proposed in this study facilitates a reli-
able protocol for the detection of WSSV, which is criticalTable 1 List of the WSSV VP28 DNA sequences used for
primer design
Isolate name Country GenBank Acc. No.
Unknown Brazil HQ130032
Unknown China/GuangXi AY682926
China 99/Qindao China AY249440
Xiang Shan China DQ007315
Chidambaram M8 India/Chidambaram HM484386
Chidambaram M6 India/Chidambaram HM484384
Kadalur NM4 India/Kadular reef HM484390
Unknown India DQ681069
Indian India DQ013881
Indonesia 97 Indonesia AY249441
Japan 98 Japan AY249443







US 98/South Carolina USA AY249442
Unknown Vietnam AY168644for the management of the disease. The sensitivity and
specificity of this qPCR assay compares favorably with
those obtained by using other approaches. Furthermore,
the current protocol was used successfully to detect repre-
sentative WSSV isolates from different geographic regions
of the world in a one-step qPCR assay. This is, to our
knowledge, the first universal qPCR validated protocol
able to detect WSSV isolates despite genomic variations.
In addition, the qPCR procedure described here proved to
be particularly useful to quantify the WSSV load in sam-
ples of a diverse range of decapod crustacean hosts. Fi-
nally, an important benefit of the method described in this
study is that it is an interesting and a reliable, cost-
effective option for the diagnosis of WSSV to implement
in nations with limited availability of resources.Methods
Primer design
Primers were designed upon alignment of 20 nucleotide
sequences (Table 1, Figure 6) of the WSSV VP28 encoding
gene available in the GenBank database of the WSSV. A
sequence alignment was generated by using the EMBL-
EBI ClustalW (1.82) Multiple Sequence Alignment Tool
[64] (at: http://www.ebi.ac.uk/Tools/msa/clustalw2/). PCR
primers were strategically designed by the Primer3 soft-
ware [65] (at: http://frodo.wi.mit.edu/primer3/) to amplify
a 140-bp fragment within a highly conserved region of the
WSSV VP28 gene. The sequences of the primers were as
follows: VP28-140Fw (5′-AGG-TGT-GGA-ACA-ACA-C
AT-CAA-G-3′) 1 μL of primer VP28-140Rv (5′-TGC-C
AA-CTT-CAT-CCT-CAT-CA-3′) and were synthesized at
the oligonucleotide synthesis facility of the Instituto de
Biotecnología, UNAM.Viral standards
Shrimp tissue samples from Madagascar (MDG), Saudi
Arabia (SA) and China (CHN) previously diagnosed as
WSSV-positive by the methodology reported by [4] were
kindly provided by Dr. Donald Lightner (Department of
Veterinary Science and Microbiology, University of
Arizona). Three shrimp DNA samples (SJN7B, G7 and
B22) diagnosed as WSSV-positive by the nested PCR
protocol described by [32] and two SPF DNA samples
(E5 and E7) from Brazil (Rio Grande do Sul and Lagoa
dos Patos), were gently provided by Dr. Lissandra Souto
Cavalli (Laboratório de Virologia Animal, Instituto de
Pesquisas Veterinárias Desidério Finamor). DNA samples,
diagnosed as WSSV-positive by using the IQ Real WSSV
Quantitative System (Farming IntelliGene Tech), of the
following WSSV-experimentally infected organisms were
provided by Dr. Jorge Hernández (Laboratorio de
Referencia, Análisis y Diagnóstico en Sanidad Acuícola,
Centro de Investigaciones Biológicas del Noroeste S. C.):
Figure 6 Alignment of the nucleotide sequences of a WSSV VP28 fragment encoding gene from representative geographic isolates.
Nucleotides were aligned using ClustalW. Primers are shown in bold and underlined. Identical nucleotides are indicated by asterisks. GenBank
accession numbers are defined in Table 1.
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californica), tidepool shrimp (Palaemon ritteri), calanoid
copepod (Calanus pacificus), and freshwater prawn
(Macrobrachium rosenbergii). In addition, DNA was iso-
lated from WSSV-infected shrimp (Penaeus vannamei)collected in a shrimp farming facility located in Sonora,
Mexico (named Sonora sample).
DNA from WSSV-infected tissues was isolated using the
GeneClean® spin glassmilk solution (MP Biomedicals) fol-
lowing the manufacturer’s instructions. Briefly, up to 100
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of lysis buffer (100 mM NaCl, 50 mM Tris pH 8.0,
100 mM EDTA pH 8.0, 1% SDS) by using a Teflon pestle
(one stroke, 15 seconds), and immediately centrifuged at
6,000 × g during 10 min. The upper phase (50 μL) was
recovered and added to 150 μL of the GeneClean silica
matrix, rested for 5 min at room temperature, vortexed
and centrifuged at 6, 000 × g for 5 min. Samples were
washed by adding 500 μL of washing buffer (a solution of
50% ethanol using 1× TBE) and centrifuged at 6,000 × g
during 5 min. This washing step was repeated once more
to ensure complete removal of residual contaminants.
Finally, samples were air dried for 10 min, and nucleic
acids were recovered in 50 μL of nucleases free water.
The concentration of the DNA samples was measured
via UV absorption (260/280 nm) using a NanoDrop® 1000
(Thermo Scientific) and then diluted to 10 ng/μL. DNA
purified and adjusted solutions were subsequently stored
at −20°C and warm to room temperature immediately
prior to use.
PCR amplification
A PCR amplification assay was initially performed using
the Illustra Ready-To-Go PCR Beads (GE Healthcare) in
a 25 μL total reaction volume containing 2 μL of DNA
template (Sonora sample) (10 ng/μL), 1 μL of each primer
(10 pmol) and 23 μL of nuclease free water. Cycling condi-
tions for the amplification were: 95°C for 5 min, followed
by 30 cycles of 94°C/30 s, 61°C/30 s, and 72°C/30 s and a
final extension step of 72°C for 5 min. Amplification prod-
ucts were electrophoresed in a 1.2% agarose gel, and visual-
ized and documented under UV light using a KODAK Gel
Logic 100 Imaging System (Eastman Kodak). The WSSV
VP28 amplicon was carefully excised from the gel, purified
using the commercial Illustra GFX™ PCR DNA and Gel
Band Purification Kit (GE Healthcare) according to manu-
facturer’s protocol, and diluted to a 1.88 ng/μL working
concentration. Ten-fold serial dilutions with known copy
numbers ranging from 1.24 × 107 to 12 copies/μL were
then prepared from the purified target amplicon stock.
The concentration in each dilution was converted to copy
numbers by using the following equation:
Number of copies ¼ mass 6:022 1023 =
length 109  650 :
Where the mass is the amount of DNA in nanograms,
length is the size of the amplicon in base pairs, and the
average weight of a base pair is assumed to be 650 Da.
Quantitative real-time PCR (qPCR) assay: efficiency,
linearity and precision
For the initial qPCR, reactions were performed in a 14 μL
volume comprised of 1 μL of DNA of each templatedilution, 7.5 μL of 2× iQ SYBR® Green supermix (Biorad),
and 0.5 μL of each primer (10 pmol), and 4.5 μL of nuclease
free water. Real-Time PCR assays were performed in a
Rotor-Gene 3000 real-time rotary thermal cycler (Corbett
Life Science), and cycling parameters were: 95°C for 5 min,
followed by 30 cycles of 94°C/30 s, 61°C/30 s, and 72°C/30
s and a final extension step of 72°C for 5 min. Fluorescence
measurements (510 nm) were taken at the end the elong-
ation phase for each cycle. Melting curve analysis, to detect
the occurrence of primer-dimer formation or the amplifica-
tion of other non-specific products, were performed imme-
diately after amplification by slow heating of the samples
from 60 to 99°C with a 0.3°C/s ramping rate and stepwise
fluorescence detection at 0.3°C interval. The melting
curves were converted to melting peaks by plotting the
negative derivatives of fluorescence against temperature
(−dF/dT). All reactions were done in triplicate, and the
quantification cycle (Cq) values were automatically cal-
culated with the Rotor-Gene software version 6.1. The
qPCR reaction efficiency and linearity were calculated
from the standard curve.
To determine the precision of the qPCR assay, aliquots
of five serial dilutions of the stock DNA (Sonora sample)
were assayed in triplicate two times over a 2 months period
and precision was determined by calculating the coefficient
of variation (CV).
In addition, in order to compare the assay precision,
qPCR was also conducted with the dilution DNA samples
containing 1.24 × 108 and 1.24 × 102 copies/μL in triplicate
using a different detection chemistry kit, the GoTaq® qPCR
Master mix (Promega). Samples were prepared as above
and run in a Rotor-Gene 3000 Real-Time PCR system. Fi-
nally, the precision of the assay was also assessed by run-
ning a qPCR test with aliquots of the DNA samples from
different geographical locations by different skilled mem-
bers of the CIBNOR staff.Primer specificity and sensitivity
The specificity of the primers for the detection of a frag-
ment of the WSSV VP28 gene was initially evaluated in
silico using the BLAST nucleotide software against repre-
sentative sequences of the complete genome of 6 shrimp
infecting viruses (YHV, tax ID number: 96029; TSV, tax ID
number: 142102; IHHNV, tax ID number: 11792; PvNV,
tax ID number: 430911; IMNV, tax ID number: 282786;
and WSSV, tax ID number: 342409).
In order to evaluate the specificity of the qPCR assay devel-
oped in this study, a panel of 6 shrimp infecting viral isolates
(Yellow Head Virus, YHV; Taura Syndrome Virus, TSV; In-
fectious Hypodermal and Hematopoietic Necrosis Virus,
IHHNV, Penaeus vannamei Nodavirus, PvNV; Infectious
Mionecrosis Virus, IMNV; and WSSV), obtained through an
inter-laboratory calibration test implemented by an OIE
Mendoza-Cano and Sánchez-Paz Virology Journal 2013, 10:186 Page 10 of 11
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mixtures for qPCR were prepared as described above.
Amplification of WSSV samples from different
geographical locations and detection on a wide range of
crustaceans
The universality of this primer pair was tested by the ampli-
fication of a WSSV VP28 fragment from a number of
geographic locations. Reaction mixtures and cycling condi-
tions for qPCR were performed as above described.
The primers VP28-140Fw and VP28-140Rv were tested
against DNA of 10 different species of WSSV-infected
crustaceans. The qPCR reactions were carried out as
described above.
Competing interests
The authors declare that they have no competing interests.
Authors’ contributions
FMC and ASP designed research. FMC carried out the molecular analysis. ASP
conceived the study, analyzed data and drafted the manuscript. All authors
have read and approved the final manuscript.
Acknowledgments
This work was financially supported by the Consejo Nacional de Ciencia y
Tecnología (CONACyT), México (grant 102744, to ASP). We thank Dr. Donald
Lightner, Dr. Lissandra Souto Cavalli and Dr. Jorge Hernández-López who
kindly provided the WSSV positive tissue and DNA samples necessary for this
study. We also would like to thank Trinidad Encinas and Diego Galván of the
Laboratorio de Referencia, Análisis y Diagnóstico en Sanidad Acuícola
(CIBNOR, Hermosillo). We would like to express our gratitude to the staff at
the Comité de Sanidad Acuícola del Estado de Sonora A.C., particularly to
MC Guillermo Portillo-Clark and Ing. Jorge Benitez, for their support.
Received: 28 February 2013 Accepted: 28 May 2013
Published: 7 June 2013
References
1. Inouye K, Miwa S, Oseko N, Nakano H, Kimura T, Momoyama K, Hiraoka M:
Mass mortalities of cultured kuruma shrimp Penaeus japonicus in Japan
in 1993: electron microscopic evidence of the causative virus. Fish Pathol
1994, 29(2):149–158.
2. Chou HY, Huang CY, Wang CH, Chiang HC, Lo CF: Pathogenicity of a
baculovirus infection causing white spot syndrome in cultured penaeid
shrimp in Taiwan. Dis Aquat Organ 1995, 23(3):165–173.
3. Sánchez-Paz A: White spot syndrome virus: an overview on an emergent
concern. Vet Res 2010, 41:43.
4. Nunan LM, Lightner DV: Optimized PCR assay for detection of White Spot
Syndrome Virus (WSSV). J Virol Methods 2011, 171(1):318–321.
5. Bateman KS, Tew I, French C, Hicks RJ, Martin P, Munro J, Stentiford GD:
Susceptibility to infection and pathogenicity of White Spot Disease
(WSD) in non-model crustacean host taxa from temperate regions.
J Invertebr Pathol 2012, 110(3):340–351.
6. Tsai YL, Lin YC, Chou PH, Teng PH, Lee PY: Detection of White Spot
Syndrome Virus by polymerase chain reaction performed under
insulated isothermal conditions. J Virol Methods 2012, 181(1):134–137.
7. Shih HH, Wang CS, Tan LF, Chen SN: Characterization and application of
monoclonal antibodies against White Spot Syndrome Virus. J Fish Dis
2001, 24(3):143–150.
8. Anil TM, Shankar KM, Mohan CV: Monoclonal antibodies developed for
sensitive detection and comparison of White Spot Syndrome Virus
isolates in India. Dis Aquat Organ 2002, 51(1):67–75.
9. Liu W, Wang YT, Tian DS, Yin ZC, Kwang J: Detection of White Spot Syndrome
Virus (WSSV) of shrimp by means of monoclonal antibodies (MAbs) specific
to an envelope protein (28 kDa). Dis Aquat Organ 2002, 49(1):11–18.
10. Chaivisuthangkura P, Tangkhabuanbutra J, Longyant S, Sithigorngul W,
Rukpratanporn S, Menasveta P, Sithigorngul P: Monoclonal antibodiesagainst a truncated viral envelope protein (VP28) can detect White Spot
Syndrome Virus (WSSV) infections in shrimp. ScienceAsia 2004, 20:359–363.
11. Makesh M, Koteeswaran A, Joy-Chandran ND, Murali-Monahar B, Ramasamy V:
Development of monoclonal antibodies against VP28 of WSSV and its
application to detect WSSV using immunocomb. Aquaculture 2006,
261(1):64–71.
12. Chaivisuthangkura P, Longyant S, Rukpratanporn S, Srizuk C, Sridulyakul P,
Sithigorngul P: Enhanced White Spot Syndrome Virus (WSSV) detection
sensitivity using monoclonal antibody specific to heterologously
expressed VP19 envelope protein. Aquaculture 2010, 299(1–4):15–20.
13. Hou CL, Cao Y, Xie RH, Wang YZ, Du HH: Characterization and diagnostic
use of a monoclonal antibody for VP28 envelope protein of White Spot
Syndrome Virus. Virol 2011, 26(4):260–266.
14. Sithigorngul W, Rukpratanporn S, Pecharaburanin N, Longyant S,
Chaivisuthangkura P, Sithigorngul P: A simple and rapid
immunochromatographic test strip for detection of White Spot
Syndrome Virus (WSSV) of shrimp. Dis Aquat Organ 2006, 72(2):101–106.
15. Poulos BT, Pantoja CR, Bradley-Dunlop D, Aguilar J, Lightner DV:
Development and application of monoclonal antibodies for the
detection of White Spot Syndrome Virus of penaeid shrimp. Dis Aquat
Organ 2001, 47(1):13–23.
16. Lei Y, Chen H, Dai H, Zeng Z, Lin Y, Zhou F, Pang D: Electroless-plated gold
films for sensitive surface plasmon resonance detection of White Spot
Syndrome Virus. Biosens bioelectronics 2008, 23(7):1200–1207.
17. Capobianco JA, Shih WH, Leu JH, Lo GCF, Shih WY: Label free detection of
White Spot Syndrome Virus using lead magnesium niobate-lead titanate
piezoelectric microcantilever sensors. Biosens Bioelectron 2010, 26(3):964–969.
18. Samanman S, Kanatharana P, Chotigeat W, Deachamag P, Thavarungkul P:
Highly sensitive capacitive biosensor for detecting White Spot Syndrome
Virus in shrimp pond water. J Virol Methods 2011, 173(1):75–84.
19. Tang Y, Zeng X, Liang J: Surface plasmon resonance: An Introduction to a
surface spectroscopy technique. J Chem Educ 2010, 87(7):742–746.
20. Kono T, Savan R, Sakai M, Itami T: Detection of White Spot Syndrome Virus
in shrimp by loop-mediated isothermal amplification. J Virol Methods
2004, 115(1):59–65.
21. Mekata T, Sudhakaran R, Kono T, Supamattaya K, Linh NTH, Sakai M, Itami T:
Real-time quantitative loop-mediated isothermal amplification as a
simple method for detecting White Spot Syndrome Virus. Lett Appl
Microbiol 2009, 48(1):25–32.
22. Jaroenram W, Kiatpathomchai W, Flegel TW: Rapid and sensitive detection
of White Spot Syndrome Virus by loop-mediated isothermal
amplification combined with a lateral flow dipstick. Mol Cell Probes 2009,
23(2):65–70.
23. Chou PH, Lin YC, Teng PH, Chen CL, Lee PY: Real-time target-specific
detection of loop-mediated isothermal amplification for White Spot
Syndrome Virus using fluorescence energy transfer-based probes. J Virol
Methods 2011, 173(1):67–74.
24. Enosawa M, Kageyama S, Sawai K, Watanabe K, Notomi T, Onoe S, Mori Y,
Yokomizo Y: Use of loop-mediated isothermal amplification of the IS900
sequence for rapid detection of cultured Mycobacterium avium subsp.
paratuberculosis. J Clin Microbiol 2003, 41(9):4359–4365.
25. Postel A, Letzel T, Frischmann S, Grund C, Beer M, Harder T: Evaluation of
two commercial loop-mediated isothermal amplification assays for
detection of avian influenza H5 and H7 hemagglutinin genes. J Vet Diagn
Invest 2010, 22(1):61–66.
26. Lo CF, Ho CH, Peng SE, Chen CH, Hsu HC, Chiu YL, Chang CF, Liu KF, Su MS,
Wang CH: White Spot Syndrome Baculovirus (WSBV) detected in
cultured and captured shrimp, crabs and other arthropods. Dis Aquat
Organ 1996, 27(3):215–225.
27. Nunan LM, Lightner DV: Development of a non-radioactive gene probe
by PCR for detection of White Spot Syndrome Virus (WSSV). J Virol
Methods 1997, 63(1–2):193–201.
28. Vaseeharan B, Jayakumar R, Ramasamy P: PCR-based detection of White
Spot Syndrome Virus in cultured and captured crustaceans in India.
Lett Appl Microbiol 2003, 37(6):443–447.
29. Claydon K, Cullen B, Owens L: OIE White Spot Syndrome Virus PCR gives
false-positive results in Cherax quadricarinatus. Dis Aquat Organ 2004,
62(3):265–268.
30. Kiatpathomchai W, Taweetungtragoon A, Jittivadhana K, Wongteerasupaya
C, Boonsaeng V, Flegel TW: Target for standard Thai PCR assay identical in
Mendoza-Cano and Sánchez-Paz Virology Journal 2013, 10:186 Page 11 of 11
http://www.virologyj.com/content/10/1/18612 White Spot Syndrome Virus (WSSV) types that differ in DNA multiple
repeat length. J Virol Methods 2005, 130(1–2):79–82.
31. Natividad KDT, Nomura N, Matsumura M: Detection of White Spot
Syndrome Virus DNA in pond soil using a 2-step nested PCR. J Virol
Methods 2008, 149(1):28–34.
32. Lo CF, Leu JH, Chen CH, Peng SE, Chen YT, Chou CM, Yeh PY, Huang CJ,
Chou HY, Wang CH, Kou GH: Detection of baculovirus associated with
White Spot Syndrome (WSBV) in penaeid shrimps using polymerase
chain reaction. Dis Aquat Organ 1996, 25(1–2):133–141.
33. Lo CF: White Spot Disease. In Manual of Diagnostic Tests for Aquatic Animals.
7th edition. Paris: World Organization for Animal Health; 2012:177–190.
34. Chang YS, Lo CF, Peng SE, Liu KF, Wang CH, Kou GH: White Spot
Syndrome Virus (WSSV) PCR-positive Artemia cysts yield PCR-negative
nauplii that fail to transmit WSSV when fed to shrimp postlarvae.
Dis Aquat Organ 2002, 49(1):1–10.
35. Durand SV, Lightner DV: Quantitative real time PCR for the measurement
of White Spot Syndrome Virus in shrimp. J Fish Dis 2002, 25(7):381–389.
36. Jang IK, Meng XH, Seo HC, Cho YR, Kim BR, Gopalakannan A, Kim JS: A
TaqMan real-time PCR assay for quantifying White Spot Syndrome Virus
(WSSV) infections in wild broodstocks and hatchery-reared postlarvae of
fleshy shrimp, Fenneropenaeus chinensis. Aquaculture 2009, 287(1–2):40–45.
37. Meng XH, Jang IK, Seo HC, Cho YR: White Spot Syndrome Virus
quantification in blue crab Portunus trituberculatus hatchery-produced
larvae and wild populations by TaqMan real-time PCR, with an emphasis
on the relationship between viral infection and crab health.
Aquaculture 2009, 291(1–2):18–22.
38. Fouzi M, Shariff M, Omar AR, Yusoff FM, Tan SW: Taqman real-time PCR
assay for relative quantification of White Spot Syndrome Virus infection
in Penaeus monodon Fabricius exposed to ammonia. J Fish Dis 2010,
33(12):931–938.
39. Meng XH, Jang IK, Seo HC, Cho YR: A TaqMan real-time PCR assay for
survey of White Spot Syndrome Virus (WSSV) infections in Litopenaeus
vannamei postlarvae and shrimp of farms in different grow-out seasons.
Aquaculture 2010, 310(1–2):32–37.
40. Zhu F, Quan H: A new method for quantifying White Spot Syndrome
Virus: Experimental challenge dose using TaqMan real-time PCR assay.
J Virol Methods 2012, 184(1–2):121–124.
41. Smith CJ, Osborn AM: Advantages and limitations of quantitative PCR
(Q-PCR)-based approaches in microbial ecology. FEMS Microbiol Ecol 2008,
67(1):6–20.
42. Rodríguez J, Le Moullac G: State of the art of immunological tools and
health control of penaeid shrimp. Aquaculture 2000, 191(1–3):109–119.
43. Wang Q, Nunan LM, Lightner DV: Identification of genomic variations
among geographic isolates of White Spot Syndrome Virus using
restriction analysis and Southern blot hybridization. Dis Aquat Org 2000,
43(3):175–181.
44. Lan Y, Lu W, Xu X: Genomic instability of prawn White Spot Bacilliform Virus
(WSBV) and its association to virus virulence. Virus Res 2002, 90(1–2):269–274.
45. Wongteerasupaya C, Pungchai P, Withyachumnarnkul B, Boonsaeng V,
Panyim S, Flegel TW, Walker PJ: High variation in repetitive DNA fragment
length for White Spot Syndrome Virus (WSSV) isolates in Thailand.
Dis Aquat Organ 2003, 54(3):253–257.
46. Dieu BTM, Marks H, Zwart MP, Vlak JM: Evaluation of White Spot
Syndrome Virus variable DNA loci as molecular markers of virus spread
at intermediate spatiotemporal scales. J Gen Virol 2010, 91(5):1164–1172.
47. Leu JH, Yang F, Zhang X, Xu X, Kou GH, Lo CF: Whispovirus. In Lesser
Known Large dsDNA Viruses. Edited by Van Etten J. Berlin: Springer Berlin
Heidelberg; 2009:197–227.
48. van Hulten MCW, Westenberg M, Goodall SD, Vlak JM: Identification of two
major virion protein genes of white spot syndrome virus of shrimp.
Virology 2000, 266(2):227–236.
49. Yi G, Wang Z, Qi Y, Yao L, Qian J, Hu L: Vp28 Of shrimp White Spot
Syndrome Virus is involved in the attachment and penetration into
shrimp cells. J Biochem Mol Biol 2004, 37(6):726–734.
50. Tang X, Wu J, Sivaraman J, Hew CL: Crystal structures of major envelope
proteins VP26 and VP28 from White Spot Syndrome Virus shed light on
their evolutionary relationship. J Virol 2007, 81(2):6709–6717.
51. Patil R, Palaksha KJ, Anil TM, Guruchannabasavanna, Patil P, Shankar KM,
Mohan CV, Sripada A: Evaluation of an immunodot test to manage White
Spot Syndrome Virus (WSSV) during cultivation of the giant tiger shrimp
Penaeus monodon. Dis Aquat Org 2008, 79(2):157–161.52. Yuan L, Zhang X, Chang M, Jia C, Hemmingsen SM, Dai H: A new
fluorescent quantitative PCR-based in vitro neutralization assay for
White Spot Syndrome Virus. J Virol Methods 2007, 146(1–2):96–103.
53. Kimura T, Yamano K, Nakano H, Momoyama K, Hiraoka M, Inouye K:
Detection of penaeid rod-shaped DNA virus (PRDV) by PCR [from
Penaeus japonicus]. Fish Pathol 1996, 31(2):93–98.
54. Sritunyalucksana K, Srisala J, McColl K, Nielsen L, Flegel TW: Comparison of
PCR testing methods for White Spot Syndrome Virus (WSSV) infections
in penaeid shrimp. Aquaculture 2006, 255(1–4):95–104.
55. Taylor S, Wakem M, Dijkman G, Alsarraj M, Nguyen M: A practical approach
to RT-qPCR-Publishing data that conform to the MIQE guidelines.
Methods 2010, 50(4):S1–S5.
56. Tang KFJ, Lightner DV: Quantification of White Spot Syndrome Virus DNA
through a competitive polymerase chain reaction. Aquaculture 2000,
189(1–2):11–21.
57. Loyprasert-Thananimit S, Saleedang A, Kanatharana P, Thavarungkul P,
Chotigeat W: Production of a polyclonal antibody to the VP26
nucleocapsid protein of White Spot Syndrome Virus (WSSV) and its use
as a biosensor. Front Chem Sci Eng 2012, 6(2):216–223.
58. Bustin SA, Benes V, Garson JA, Hellemans J, Huggett J, Kubista M, Mueller R,
Nolan T, Pfaffl MW, Shipley GL, et al: The MIQE guidelines: Minimum
Information for Publications of Quantitative Real-Time PCR Experiments.
Clin Chem 2009, 55(4):611–622.
59. Sablok G, Sánchez-Paz A, Wu XM, Ranjan J, Kuo J, Bulla I: Genome
dynamics in three different geographical isolates of White Spot
Syndrome Virus (WSSV). Arch Virol 2012, 157(12):1–6.
60. Chantawannakul P, Cutler RW: Convergent host-parasite codon usage
between honeybee and bee associated viral genomes. J Invertebr Pathol
2008, 98(2):206–210.
61. Schubert AM, Putonti C: Evolution of the sequence composition of
Flaviviruses. Infec Genet Evol 2010, 10(1):129–136.
62. Plotkin JB, Robins H, Levine AJ: Tissue-specific codon usage and the expression
of human genes. Proc Natl Acad Sci USA 2004, 101(34):12588–12591.
63. Palidwor GA, Perkins TJ, Xia X: A general model of codon bias due to GC
mutational bias. PLoS One 2010, 5(10):e13431.
64. Thompson JD, Higgins DG, Gibson TJ: CLUSTAL W: improving the
sensitivity of progressive multiple sequence alignment through
sequence weighting, position-specific gap penalties and weight matrix
choice. Nucleic Acids Res 1994, 22(22):4673–4680.
65. Rozen S, Skaletsky H: Primer3 on the WWW for general users and for
biologist programmers. Methods Mol Biol 2000, 132:365–386.
doi:10.1186/1743-422X-10-186
Cite this article as: Mendoza-Cano and Sánchez-Paz: Development and
validation of a quantitative real-time polymerase chain assay for
universal detection of the White Spot Syndrome Virus in marine
crustaceans. Virology Journal 2013 10:186.Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
